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In the original publication, the data in Table S1 were identified as being mean ± SEM, but the data shown were actually mean ± SD.
We have now corrected the table online so that it shows that data as mean ± SEM. In addition, the y axes in Figure 1J and Figure 4D
mistakenly said ‘‘nm’’ instead of ‘‘mm.’’ These two figures have now been corrected online. We apologize to the readers for any incon-
venience the typos may have caused.Cell-Type-Based Analysis of MicroRNA
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When analyzing reads corresponding to mature miRNAs from our sequencing data, an unnecessary filter was used which filtered out
333 miRNAs and miRNA*s that have 0 reads on both guide and passenger strands of their precursors in at least one library. Most of
thesemiRNAs have very low reads numbers in our libraries and in total accounted for < 0.1% of reads that mapped tomiRNA precur-
sors. This did not affect any of the major conclusions we have drawn from our experiments but did make certain numbers in the main
text inaccurate and the data shown in Figures 3, 4, and S3 and in Tables S2–S6 incomplete. The Supplemental Information has been
corrected online, and corrected versions of Figures 3 and 4, as well as descriptions of errors in the main text, appear below.
Modified Text (corrected parts are underlined below):
1. Page 38. Last paragraph: For example, miR-143 was expressed at relatively high levels in both neocortex and cerebellum
(ranking at 31 and 52, respectively, from highest to lowest, average normalized per million reads number > 10,000) but ex-
pressed at relatively low levels in all the examined neuron types (ranking after 156, average normalized per million reads
number < 1,000, pairwise fold-change > 18, p < 1022) (Table S2).
2. Page 39. First paragraph: For example, miR-34a ranked at 14 in PV profiles (average normalized per million reads number >
100,000), but only at 113 in neocortex profiles (average normalized per million reads number < 5,000, pairwise logarithm
fold-change > 30, p < 10–20) (Table S2).
3. Page 39. Second paragraph: In total, 227 out of 770 detected miRNAs and miRNA* were identified as differentially expressed
between these two brain regions in P56 mouse (p < 0.001; Figure S3A and Table S3), some of which exhibit differences as high
as 40- to 55-fold (mmu-miR-141, mmu-miR-133b, mmu-miR-219-3p, mmu-miR-485).
4. Page 39. Fourth-to-last paragraph: We first examined the Camk2a and Gad2 groups, which represent the two cardinal neuron
types in neocortex. 183 out of 795 detectedmiRNA ormiRNA* were identified to have significant differential expression in deep
sequencing profiles (p < 0.001; Figure 4B and Table S4). We did Taqman PCR for 21miRNAs and found very high concordance
between the two profiling techniques. Not only the trend of enrichment or depletion matched, but also the exact fold-change
value resembled closely (Figure 4D).
5. Page 39. Third-to-last paragraph: Next, we compared the PV and SST groups, which represent two major nonoverlapping
subtypes of cortical GABAergic interneurons. 122 out of 737 detected miRNA or miRNA* were identified to have significant
differential expression in deep sequencing profiles (p < 0.001; Figure 4C and Table S5). A set of 10 miRNAs were examined
by Taqman PCR, which also validated the deep sequencing results very well (Figure 4E). Similarly, Taqman PCR validated
the deep sequencing results in Purkinje cell versus cerebellum (Figure S3B and Table S6).930 Neuron 75, 928–932, September 6, 2012 ª2012 Elsevier Inc.
Neuron
ErrataModified Figures:
Figure 3. In the heat map, we added rows for the miRNAs which were filtered out. The hierarchical clustering is not affected.
Figure 4. In (B) and (C), we added data points for the miRNAs which were filtered out. All the others are not affected.
Figure S3. In (A), we added data points for the miRNAs which were filtered out. All the others are not affected.
Modified Supplemental Tables:
Table S2. We added data for miRNAs which were filtered out.
Tables S3–S6. We added data for miRNAs which were filtered out and corrected the numbers of differentially expressed miRNAs
in each paired comparison.Figure 3. Relative miRNA Expression Profiles and Hierarchical Clustering of Samples
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Figure 4. miRNA Expression Profiling in Neocortical Neurons
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